Abstract
Comparison with extant software programs
Although the extant software programs possess some of the abilities of PhyloSuite,
225
none of them incorporate all functions necessary for a streamlined multi-gene 226 phylogenetic analysis, from data retrieval to the phylogenetic tree annotation (Fig. S3) .
227
For example, FeatureExtract (Wernersson, 2005) S7) and figure (Fig. S8 , were made manually by the author, which is time-consuming, tedious and error-prone.
255
Beyond these, several additional analyses are available: (i) gene order file is generated, TTA  TTA  CTG  TTA  TTA  TTA  TTG  TTA  ATT  cox2  GTG  TTG  TTG  TTG  TTG  TTG  TTG  CTG  ATG  TTG  Putative terminal codon  atp6  TAA  TAA  TAA  TAA  TAA  TAA  TAA  T  TAG  TAA  atp8  TAA  TAA  TAA  TAA  TAA  TAA  TAA  TAA  TAA  TAG  cox1  TAG  TAA  TAA  TAA  TAA  TAA  TAA  TAA  TAG  TAA  cox2  T  T  TAA  TAA  TAA  TAA  TAA  T  TAG  TAG  AT 
